and 33 nuno.faria@zoo.ox.ac.uk 3 35 Abstract 36 Over 400 million people are estimated to be at risk of acquiring dengue virus (DENV). 37 Despite efforts to mitigate the impact of DENV epidemics, the virus remains a public health 38 problem in the Americas: more than one million DENV cases were reported in the continent 39 between January and July 2019 DENV was first detected in Brazil in 1982, and Brazil has 40 reported 88% (1,127,244 cases) of all DENV cases in the Americas during 2019 to date. São 41 Paulo state in the southeast of Brazil has reported nearly half of all DENV infections in the 42 country. Here we characterised the genetic diversity of DENV strains circulating in São 43 Paulo state in 2019, at the epicentre of the ongoing DENV epidemic. Using portable 44 nanopore sequencing we generated 20 new DENV genome sequences from viremic patients
. 
